Abstract: Hybridization has been routinely practiced in agriculture to enhance the crop yield. Principally, it can cause hybrid vigor where hybrid plants display increased size, biomass, fertility, and resistance to diseases, when compared to their parents. During hybridization, hybrid offspring receive a genomic shock due to mixing of distant parental genomes, which triggers a myriad of genomic rearrangements, e.g., transpositions, genome size changes, chromosomal rearrangements, and other effects on the chromatin. Recently, it has been reported that, besides genomic rearrangements, hybridization can also alter the somatic mutation rates in plants. In this review, we provide in-depth insights about hybridization triggered genomic rearrangements and somatic mutations in plants.
Introduction
In 1876, Charles Darwin described heterosis or hybrid vigor as a phenomenon, which results in enhanced crop yields by hybridizing distantly related maize varieties. Since then, hybridization in plants has been routinely practiced in agriculture to increase the productivity of crop plants [1] . Hybridization and other improved agronomic practices increased the global crop yield (from 1960s to 1990s), for example, a 132% increase in the total rice production and a 91% increase in the wheat production was seen during this period [2] . This unprecedented increase in the production of food grains has been referred to as the "green revolution" [3] . As our dependence on hybrid crops has also increased, it calls for the detailed analysis of hybridization related effects. It is important to note that hybridization is largely common in nature. Around 25% of plants and 10% of animals hybridize with at least one other species [4] . Therefore, it is necessary to study the changes that hybridization can cause within a genome-very famously referred to as a "genomic shock" by Barbara McClintock [5] .
Hybridization is also inextricably linked with speciation and therefore has an important evolutionary significance. Speciation allows unification and functioning of diverged genomes from different species naturally [6] . Speciation is sometimes associated with polyploidy or whole genome duplications [7] . Duplication of the same genome is called autopolyploidy whereas allopolyploidy results from interspecific hybridization, which influences chromosomal pairing behavior, and this can consequently trigger sterility due to the production of defective gametes in hybrids [8] . To avoid Int. J. Mol. Sci. 2018, 19, 3758 2 of 14 infertility in allopolyploids, doubling of chromosomes occurs, which ensures that each chromosome finds a partner to pair with [9] .
Besides spontaneous somatic mutations, hybridization is another potential source of genetic variations in plants. Somatic mutations act as a reservoir contributing to the genetic variability in plants. Owing to the higher mutation rates in plants (than mammals and bacteria), there is always a probability of spontaneous mutations being transmitted as heritable changes to the progeny [10, 11] . In plants, any somatic mutation event can be potentially drifted towards gametes. This may also depend on the site of emergence of the reproductive organs in plants, and requires the cell that acquired a somatic mutation, by chance, to act as a progenitor of the floral organs. Certainly, acquiring such mutations may also depend on the rates of the spontaneous mutation in the plant. Previously, whole genome sequencing of Arabidopsis unveiled a spontaneous point mutation rate of 7 × 10 −9 base substitutions per site per generation [12] . However, Kovalchuk and his colleagues found the somatic point mutations in Arabidopsis to be in the range of 10 −7 to 10 −8 per base per generation by using a GUS reporter based strategy.
Although, in the past, studies on mutations in hybrids, especially in Drosophila, have taken a lead. However, similar studies in plant hybrids still remain in infancy. Besides few recent studies involving analysis of mutation accumulation rates in Arabidopsis and peach hybrids, there is no information on this theme from other plant species [13] [14] [15] [16] . Interestingly, the available studies insinuate that hybridization does affect mutations in offspring.
Consequent to the foregoing, this review also focuses on hybridization induced genomic rearrangements in plants. Scrutiny of the available literature brings forth scattered information on such events, mostly from the work done in allopolyploids.
Hybridization Affects Somatic Mutations in Plants
Although hybridization occurs frequently in nature, surprisingly, the associated mutation rates in hybrid plants are least studied. In 1935, Kostoff proposed an increase of somatic mutation frequency in inter-specific tobacco hybrids (Nicotiana spp.) [17] . Appearance of striped white flowers in Nicotiana hybrids resulted from interspecific crosses between Nicotiana alata (with white flowers) and Nicotiana tabacum (with red flowers) plants, which insinuated for the first time that mutation rates in hybrid plants could be different from parents. In this light, Kostoff proposed that conversion of a dominant red color gene to its recessive allelic form, by a mutation, could plausibly be the reason behind the striped pattern in hybrid flowers. Also, it was interesting to observe that the reversion frequencies were higher, i.e., conversion of recessive allele (flower color) to its dominant allelic form. Moreover, only the distant crosses yield the stripped flower color pattern. Thus, hybridization may raise instability in the behavior of an allele. However, the precise molecular explanation for the behavior observed by Kostoff remains obscure. Although, such results may be explained by inactivation of a floral pigmentation gene due to the transposon movement triggered by hybridization or also due to post-transcriptional gene silencing events [18, 19] .
Except for the studies done in Arabidopsis hybrids and peach [13, 15] , there are no other reports that provide in depth molecular insights about changes in the nature of different somatic mutation events in plants. Over 75 years back, initial studies reporting an increase in the mutation accumulation in hybrids were documented, e.g., Drosophila hybrids, arising from the crosses between D. simulans and Drosophila melanogaster, exhibited increased somatic mutation rates [20] . Similarly, enhanced mutation rates were also seen in Drosophila hybrids derived from the crosses between geographically distant strains of D. melanogaster [21] . Interestingly, increased mutation rates were also observed in the offspring derived from backcrosses between two races of D. pseudoobscura [22] . Furthermore, up to a 15-fold increase of somatic mutation events was seen in the hybrids of D. melanogaster males [23] . It is noteworthy that all these earlier reports on somatic mutations from flies were based on phenotypic studies that affect many traits, e.g., bristle shape, body, and eye color, etc. However, the precise molecular nature of such mutational events still remains obscure. Nonetheless, a recent study in Arabidopsis hybrids has provided more insights into this phenomenon. In this study, it was observed that hybridization influences somatic point mutation and homologous recombination (HR) events, in a parent of origin dependent fashion [13] . Likewise, sequencing of intraspecific Arabidopsis plants also revealed high point mutation and indel (insertion/deletion) mutation rates in heterozygote populations with an increased probability of the occurrence of a mutation event in the heterozygous sites. Also, a high mutation rate in genes that are involved in pathogen resistance was observed [15] .
Theories Behind Altered Mutation Rate Behavior in Hybrids-Trends Emerging from the Literature Many theories have been proposed to explain the enhanced mutation accumulation phenomenon in hybrids [24] [25] [26] . Previously, it was speculated that mutator factors or suppressor alleles at multiple loci within the genome could control mutation rates in a natural population. By large, the normal tendency of natural selection is to keep the mutation rates at a minimum level, which is often disrupted by hybridization [22] . The underlying mechanisms for this may vary among different populations depending upon the genetic background or modifiers involved in hybrid individuals, which is in turn linked with parental genetic makeup [21] . Hybrids arising from geographically separated populations can presumably carry subtle differences in their suppressor alleles; say by virtue of single nucleotide polymorphisms (SNPs). In this scenario, hybridization would release 'mutator activity' or the 'mutation suppression effect' of such alleles in a hybrid genetic background, triggering a pangenomic rise of mutations. The release of the mutator activity conceivably happens due to the altered functioning of protein products-which co-function in a multimeric protein complex in hybrids-that are expressed by parental suppressor alleles. It is also believed that cytoplasmic factors regulate the activity of the mutation rates in hybrids, which explains the reason behind the differences observed in the mutation rates of reciprocal hybrids. Altogether, it is presumed that hybridization induced disruption of the co-adapted protein complexes, which are inherited from natural populations, can trigger explosive mutation accumulation [21] .
An alternate hypothesis also suggests the role of local DNA based effects-that modulate local mutability's and not the distant ones-in making hybrids mutable [15, 24] . DNA sequencing has also helped in drawing correlations from intragenomic data that insinuate towards the fact that local mutation (SNPs) may accrue around the heterozygous loci [27] . Moreover, a recent study in peach bolsters the above hypothesis, further strengthening the notion that the rates of mutations may be higher in the genomic zones of heterozygosity [14] . However, by employing linkage analysis in flies, Demerec highlighted the role of global and not the local modifiers in the raised mutation rates phenomenon observed in hybrids [26] . So far, there is no convincing data supporting firmly the theory of localized heterozygosity and its association with increased mutations. It seems that the literature is more inclined towards the view of hybridization affecting mutations in a global fashion, rather than local [13, 21, 22, 28] .
Hybridization Alters Genome Size
Hybridization has the potential to substantially increase the genome size in a single generation. It can also trigger formation of new species naturally by polyploidy [29] . Hybridization is well known to alter the genome size in animals and plant species, e.g., in Drosophila, wallabies, and beans [30] [31] [32] [33] . Interestingly, in the sunflower, adaptability of hybrids to their respective natural habitats has been linked with the genome size changes, and genome size increase has been believed to favor the transition of sunflower hybrids to unfavorable habitats. For instance, three homoploid Helianthus hybrids (H. deserticola, H. anomalus, and H. paradoxus) inhabit extreme environments of the desert floor, sand dunes, and salt marshes, respectively. In fact, the need of genomic redundancy to counter the effects of chromosomal rearrangement / deletion events and gametes lethality in H. annuus and H. petiolaris is plausibly the reason behind the enlargement of genome size in hybrids. This happens possibly due to the differences in chromosomal rearrangements, which result in deletions [34, 35] . Moreover, in Helianthus, homoploid hybrids display higher (50%) nuclear DNA content than their parents. Such variability in the genome size is interesting because both hybrids and parents have the same chromosomal count and are diploids [34, 36] . Interestingly, in the sunflower, frequent hybridization with much lesser fertility rates (<1%) have been reported for H. annuus and H. petiolaris parental species in the wild, and hybrid homoploids display strong crossing barriers with their parents, owing to extensive chromosomal rearrangements in hybrids [34] . Genome size variations in interspecific reciprocal hybrids of H. annuus and H. petiolaris have been attributed to the influence of nuclear-cytoplasmic interactions and a very similar phenomenon has also been observed in Dasypyrum villosum [37] .
It is interesting to note that differences in the genome size have no bearing in general with the organismal complexity. For instance, with no apparent size differences, the genome size of diploid Poaceae ranges from 1.11 pg in Oryza sativum to 20.90 pg in Secale cereale [34] . The phenomenon of a lack of correlation between the genome size and gene numbers led to the conception of the C value paradox. There exist some adaptive explanations to answer such changes; like, for example, a small genome of invasive pines is correlated with its small seed size and high invasiveness [38, 39] . It is also observed that endangered species have a larger genome size than their more common counterparts within a family [40] . Largely, the polyploidy level has been attributed to an increase in the genome size, e.g., natural polyploids within Asteraceae exhibit an increase of total DNA content as the ploidy level rises, this is also accompanied by the decrease in the DNA content of each genome in a polyploid nuclei [41] . Other mechanisms proposed for genome size changes in diploids include illegitimate recombination events and also differences arising due to the intron size variations [42, 43] .
Genomes may shrink by a slow process of deletion bias in small indels; they may also grow by a faster mechanism of insertion bias in large indels. Other mechanisms explaining changes in the genome size includes the DNA loss mechanism, elimination of entire chromosome, unequal crossing over, etc., as discussed later in the review. It is known that small deletions outnumber insertions of a similar size in the protein-coding sequences. Large and more frequent deletions also occur in the non-coding regions [44, 45] . This deletion bias is hypothesized to happen as a result of the thermodynamics of replication slippage events in the genome, whereas insertions arise due to melting and re-replication of a previously duplicated DNA sequence, and deletions require omission of unreplicated bases. Hence, indel bias in non-coding DNA is sufficient to explain a net loss of DNA. It is also important to point that this proposed mechanism of DNA loss does not correlate with insertion or deletion events that happen outside the 1-400 bp range, because large indels will lead to a net DNA gain. This happens because large deletions may be an unlikely event; due to their influence on the gene function. While, as in the case of the insertions, its location and not its length affects the gene function [44] .
Transposition Events Play an Important Role in Bringing Genome Size Changes and Cause Genomic Restructuring in Hybrids
Mobilization of transposable elements (TE) can bring major changes in the genome architecture and biological functioning of an organism, as transposable elements constitute half of the total genome in eukaryotes. Their dynamics is thus pivotal in maintaining the genome size of a species [46] . Transposons can influence the evolutionary trajectory of an organism by altering gene function via insertion or by inducing chromosomal rearrangements. Transposons also act as a source of coding and noncoding material, which later determines genetic novelty in the form of new regulatory sequences [46] . Transposon induced chromosomal rearrangements happen when the termini from two transposons synapse together, which results in chromosomal inversions, deletions, duplications, and translocation.
Among all the TEs, class I elements, also called long terminal repeat (LTR) retrotransposons, play a decisive role in the genome size variations of angiosperms. They constitute the bulk of the plant genome, and accumulate as a result of the large scale amplification of few LTR retrotransposons [47] . The role played by retrotransposition events could be thus crucial in bringing the genome size changes in hybrids, e.g., up to a 24-fold (1330 Mb) increase of Ty3/gypsy retrotransposon sequence has been noticed in Helianthus hybrids [36] . Also, microarray based experimental observations in the past have shown the activation of En-Spm transposon in allopolyploid hybrids, and similar results were also noted in wheat experiments [33] . Other reports about proliferation of transposons in naturally growing hybrid sunflowers also bolsters the fact that hybrids may possess increased predisposition towards transposition events. Moreover, increased transposition rates have also been observed in other model organisms, e.g., in Drosophila and mammalian hybrids, which may lend credence to the phenomenon being more general [32, 33] .
DNA methylation represses transposon mobilization and if it fails to happen, it could possibly lead to major genomic alterations. Corroboratively, in the interspecific mammalian hybrids (Macropus eugenii × Wallabia bicolor), the genome wide undermethylation was linked to retroviral element amplification in centromeric heterochromatin, and chromosome remodeling. These gross chromosomal changes did not affect developmentally important genes, but reproductively, the hybrid was sterile with no spermatogenesis [33] . These reports also bolster the claim that hybridization reduces TE silencing; however, there is limited evidence linking the TEs directly with duplication events in the genome, which consequently changes the genome size. Proliferation of transposons in duplicated regions of the genome has raised some speculations about their role in duplication, but it is still not conclusive [48, 49] .
Taken together, numerous studies unveil that the role of TEs in genome size dynamics can be unpredictable in plants, as gymnosperms, for instance have retained the characteristics of constant genome size over millions of years, with low TE proliferation. However, other plants lineages, like Oryza brachyantha and Gossypium, show rampant TE amplification [41] . Until now, not much has been known about the molecular players that trigger dramatic amplification of retrotransposons, thereby affecting genome size in hybrids. Also, the evolutionary significance of such phenomenon remains elusive. It will be worthwhile to explore the processes affiliated with the removal of retrotransposons in a hybrid genome; the mechanisms with which they integrate into the neighboring genes. Further, it will be interesting to explore ways by which use of plant retrotransposons can help in improvement of crops, given their enormous potential as genetic tools in mapping and gene tagging [50] .
Genomic Restructuring in Hybrids: The Role Played by Recombination Events in Facilitating Changes in the Architecture of the Genome
Homologous recombination (HR) occurs in all organisms. It plays a central role in the repair of DNA double stranded breaks (DSBs), which helps in genetic exchange and functions in the telomere maintenance. A recombination event between two non-identical DNA segments is known as homeologous recombination and it is often deleterious in nature [51] [52] [53] . Recombination-induced deletion of the repeated genomic regions leads to genomic instabilities and chromosomal rearrangements. In allopolyploids, pairing and subsequent recombination between homeologous chromosomes impedes normal progression of meiotic events, as it results in the formation of trivalents and univalents. It is also interesting to note that homeologous recombination induced genomic restructuring is quite frequent in newly formed allopolyploids as compared to the established ones. This may be further explained by the fact that in allopolyploids, progressive genomic differentiation might hamper synapsis and recombination in homeologous chromosomes, which results in diploid-like meiosis. Interestingly, the pairing homeologous 1 (Ph1) locus suppresses pairing of homeologous chromosomes in wheat by some elusive molecular mechanism. Subsequently, it was speculated that Ph1 screens the similarity patterns between chromosomal pairs and allows recombination only if a certain threshold similarity is achieved [54] [55] [56] .
In allopolyploids, formation of a Holliday junction (HJ) between homeologous chromosomes can introduce many base mismatches within complimentary /adjacent DNA strands (Figure 1 ). HJ is a DNA branch point formed by the covalent connections of four DNA helices by strand exchange during recombinational repair [57] . Hypothetically, the active DNA repair process should stall such recombination events in allopolyploids due to the occupancy of base mismatch sites in the genome by MutS like proteins, e.g., MSH2 [56, 58] . However, due to the occurrence of a plethora of genome wide mismatch events in allopolyploids, depletion of MutS like proteins from some mismatch sites in the DNA is much more plausible. This can allow smooth progression of recombination, which otherwise would have been prevented due to active surveillance by mismatch repair machinery (Figure 1) . Thus, genomic instabilities can arise due to such homeologous recombination events in allopolyploids. Additionally, genomic instabilities in allopolyploids can also trigger formation of dicentric and acentric chromosomes (without centromere), by virtue of a recombination event between two homeologous chromosomes ( Figure 2) . Also, intrachromosomal recombination between two tandem/adjacent, homeologous DNA fragments can initiate deletions [56] . (Figure 2) . Also, intrachromosomal recombination between two tandem/adjacent, homeologous DNA fragments can initiate deletions [56] . (Figure 2) . Also, intrachromosomal recombination between two tandem/adjacent, homeologous DNA fragments can initiate deletions [56] . Structural changes in the chromosomes involving loss of parental DNA and appearance of novel DNA sequences in hybrids has already been previously observed [60] . From the analysis of manmade synthetic allopolyploids, we now understand that allopolyploidization induced recombination events and transposition activation is plausibly the reason behind such genomic changes [56] . It is well recognized that the genome of allopolyploids carries considerable modifications when compared with parents. Due to unavailability of the information about original parents, predictions about the genome restructuring in allopolyploids is drawn from the inferred parental genomic information as understood from the genomic structure of their presumed diploid descendants.
Hybridization Triggers Changes in Chromosome Architecture

Chromosomal Elimination
Ideally, there are two copies of chromosomes in plants and animals, each derived from one parent. However, occasionally a complete set of chromosome from one parent is left out during reproduction, giving rise to the uniparental chromosomes in haploid offspring by a process known as genome elimination [61] .
Chromosomal elimination events are common in interspecific hybrids where formation of haploid embryos is seen, e.g., offspring derived from Hordeum marinum × H. vulgare crosses. Also, some hybrids of Brassica species display complete chromosomal elimination [62] . Similarly, interspecific crosses between barley and its close relative, H. bulbosum (bulbous barley grass), produce haploids by complete elimination of the H. bulbosum chromosomes [63] . Uniparental elimination of chromosomes also leads to some bias in the inheritance of traits to the offspring [62, 64] .
In the allopolyploid, Nicotiana tabacum, it is believed that preferential elimination of the paternal repetitive sequences could be responsible for the observed genome downsizing effects [8] . Similarly, other studies also link elimination of repetitive DNA sequences with genome contraction as observed by whole genome sequencing and Fluorescence in situ Hybridization (FISH) analysis procedures in Nicotiana hybrids [65] . Further, studies done in wheat hybrids also display a loss of DNA sequences [8] . Moreover, other reports from wheat have revealed a loss of DNA sequences by drastic elimination of tandem repeats (pGclR-1) in synthetic amphiploids (derived from T. aestivum and Ae.speltoides) [66, 67] .
Disruption of the genome elimination process can result in the formation of individuals that have incomplete genomes. This is seen in some interspecific Arabidopsis hybrids from parents that have a mutant version of the CENH3 protein [68] . Genome elimination events after hybridization gives rise to many offspring that exist as haploids, along with some other plants that harbor chromosomal defects. For instance, some hybrids have an extra or truncated or a rearranged chromosome with truncations, and in some cases, these genomic rearrangements were stably heritable [68] . This shows the importance of CENH3 proteins in genome elimination and the shattering effect. CENH3 mediated genomic rearrangements in chromosomes are essentially accomplished in a parent of origin dependent fashion, as such changes were only seen in the chromosomes derived from the parent harboring the CENH3 mutation. Previously, it has also been hypothesized that centromere inactivity due to improper deposition of the centomere specific protein (CENH3) results in a decrease of centromeric CENH3 bound protein, thereby triggering chromosome elimination events in hordeum hybrids [64] .
It has been proposed that loss of one of the two CENH3 parental protein isoforms in hordeum hybrids initiates degradation of the chromosomes that have less CENH3 bound on centromeres, which eventually forms micronuclei. Many mechanisms have also been postulated to explain uniparental chromosomal elimination, which includes: (a) Asynchronous nucleoprotein synthesis, manifesting in the loss of the lagging or retarded chromosomes [69] ; (b) asynchronous cell cycle, triggering differences in the timing of mitotic events [70] ; and (c) parent specific-inactivation of the centromeres [71, 72] . Other hypotheses also attribute chromosomal elimination to the nuclear extrusion processes, degradation of alien chromosomes by host nucleases, and some other defects arising during cell cycle/spindle assembly; still, the precise molecular mechanism of this process remains elusive [64, [73] [74] [75] .
Chromosome Expansion in Hybrids
Chromosome expansion in Nicotiana hybrids happens due to the sudden activation of a quiescent transposon in the heterochromatinised DNA segment (called a knob), which makes such regions spontaneously unstable. This leads to the expansion and chromosomal breakage at the heterochromatin knob. Interestingly, in some cells, the magnitude of the knob expansion is so drastic that it results in formation of megachromosomes, by a 30-fold increase in the chromosomal length (Figure 3 ) [56] . Cells carrying such megachromosomal structures are reminiscent to Barr bodies-nonfunctional X chromosomes seen in mammalian females-due to the condensed nature of the heterochromatin. Apart from megachromosomes, the formation of abnormal chromosomes (twice the normal size) is also seen in some cells (Figure 3 ). It will be worthwhile to explore the nature of such genome expansions to see if there is a potential role of retrotransposon replications, which might trigger genome expansions, as seen in marsupials [33] . arising during cell cycle/spindle assembly; still, the precise molecular mechanism of this process remains elusive [64, [73] [74] [75] .
Chromosome expansion in Nicotiana hybrids happens due to the sudden activation of a quiescent transposon in the heterochromatinised DNA segment (called a knob), which makes such regions spontaneously unstable. This leads to the expansion and chromosomal breakage at the heterochromatin knob. Interestingly, in some cells, the magnitude of the knob expansion is so drastic that it results in formation of megachromosomes, by a 30-fold increase in the chromosomal length ( Figure 3 ) [56] . Cells carrying such megachromosomal structures are reminiscent to Barr bodiesnonfunctional X chromosomes seen in mammalian females-due to the condensed nature of the heterochromatin. Apart from megachromosomes, the formation of abnormal chromosomes (twice the normal size) is also seen in some cells (Figure 3 ). It will be worthwhile to explore the nature of such genome expansions to see if there is a potential role of retrotransposon replications, which might trigger genome expansions, as seen in marsupials [33] . 
Chromosomal Rearrangements
It has been argued that chromosomal rearrangements can play an important role in the process of speciation as emergence of new species is often accompanied with structural changes in the chromosomes by means of translocations, deletions, and inversion events [76] . Many authors believe that chromosomal changes are incidental to speciation and do not drive it [77] . A better understanding of the chromosomal rearrangements, for instance, the types of translocations, their frequency of occurrence, and the chromosomal counterparts involved, can shed further light on the aspects of evolution and speciation. Many chromosomal rearrangements have also been observed in several wheat accessions growing in different parts of the world [76] . Wide hybridization is known to trigger chromosomal rearrangements and many studies have shown that wheat rye hybridization 
It has been argued that chromosomal rearrangements can play an important role in the process of speciation as emergence of new species is often accompanied with structural changes in the chromosomes by means of translocations, deletions, and inversion events [76] . Many authors believe that chromosomal changes are incidental to speciation and do not drive it [77] . A better understanding of the chromosomal rearrangements, for instance, the types of translocations, their frequency of occurrence, and the chromosomal counterparts involved, can shed further light on the aspects of evolution and speciation. Many chromosomal rearrangements have also been observed in several wheat accessions growing in different parts of the world [76] . Wide hybridization is known to trigger chromosomal rearrangements and many studies have shown that wheat rye hybridization can trigger instabilities and structural changes in the chromosomes [66, [78] [79] [80] [81] [82] [83] . Common wheat (T. aestivum) is a product of natural hybridization and allopolyploidy. The most frequent chromosomal abnormality observed in wheat includes single translocation events, followed by multiple translocation or complex rearrangements, and also inversion events, in the descending degree of their frequencies of occurrence [84] .
Genomic and fluorescence in situ hybridization studies on the natural allopolyploid populations of Tragopogon miscellus have also revealed enormous chromosomal variations. Moreover, intergenomic translocations were seen in more than 75% of the population and close to 70% of the individuals displayed aneuploidy for one or more chromosomes [85] . Partial deletion in the upper arm of the chromosome (II) has been reported in synthetic allopolyploids derived from a cross between Arabidopsis thaliana × Arabidopsis lyrata and this deleted fragment constitutes the nucleolus organizing regions (NOR2) [60] . Similarly, widespread chromosomal changes involving NOR2 have been also observed in A. suecica, which is a natural allopolyploid (Arenosa-Thaliana hybrid). Interestingly, transposition of NORs-from A. thaliana to A. arenosa chromosomes-has also been reported in these hybrids [86] . Such chromosomal reorganization events triggering changes in the number or spatial position of NORs could result due to the chromosome breaks, followed by translocation or loss of the broken fragment. Alternatively, TE initiated chromosomal breaks can also manifest in the NOR related anomalies that we see in the hybrids, as some NORs are associated with TE, e.g., NOR2 is flanked by a tangled web of TE element sequences [86] .
Effects of Hybridization on Chromatin Structure and Centromere Organization
Work on interspecific hybridization from non-plant species has shown that centromeric regions remain prime targets for genomic instabilities. In marsupial hybrids, maternally derived centromeric regions remain hot sites for extensive chromosomal rearrangements, chromatin structural changes, satellite repeat, and transposable element amplification [87] . Variability in teleromeric heterochromatin and centromeric regions has been seen in wheat-rye hybrids and in their progeny. Furthermore, the presence of unstable multicentric (with many centromeres) and dicentric (with two centromeres) chromosomes was also observed in the offspring of wheat-rye hybrids, 6R/6D substitution line. Formation of stable minichromosomes was also seen in the 538 progeny of some wheat hybrid lineages [88] . In hybrids, the formation of dicentric chromosomes results due to asymmetric translocation ( Figure 2 ). It has also been speculated that amplification of terminal chromatin arises due to non-reciprocal translocation events. Alterations by means of amplification or reduction of subtelomeric repeated sequences (Spelt1 and Spelt52) have been observed in the amphiploids of Aegilops and Triticum [89] . In wheat rye hybrids progeny, 195 cases of translocations events between wheat/rye chromosomes were seen from 785 cytological samples. Predominantly, most of the translocations (188) were of the centric break fusion type. However, formation of dicentric and multicentric chromosomes has also been seen, but their frequency of occurrence is quite low.
Conclusions and Outlook
Hybridization has the potential to bring genetic diversity, increase the vigor in progeny, and it may also reduce the fitness of the individual. Genomic rearrangements seen in hybrids (Figure 2 ) by virtue of chromosomal breaks have been extensively studied in wheat hybrids and other plant species. However, it remains obscure how such breaks happen in the chromosomes, which eventually triggers inversion, deletion, and translocation. Furthermore, it is interesting to explore if there exists any bias in chromosomes to undergo such effects in allopolyploids, or whether it is a chance event. The regions of the chromosomes that are amenable to various chromosomal rearrangements in hybrids needs further resolution to specifically identify the DNA sequences that are involved in such rearrangement events. This in turn will provide in depth clarity and will enhance our understanding about the elusive nature of chromosomal rearrangement processes, which were previously examined by using C banding/karyotype techniques. Other than genomic rearrangements, wonderful work done in Helianthus, revealing genome size variations in different hybrids makes it intriguing to understand whether such changes can also happen in reciprocal hybrids. It should be possible to address this by using next generation sequencing to get in-depth insights, or with flow cytometric observations of the DAPI stained nuclei, to get some sneak peeks into the genome size variations.
Recent literature convincingly points out the fact that like Drosophila hybrids, hybrid plants also show altered mutation rates [13] . In this context, it will be interesting to study if the hybrid nature of protein isoforms or DNA polymerase can alter the fidelity of DNA replication, which might result in the changes observed in the mutation accumulation behavior of hybrids [13] . Lastly, we know much about hybridization and to an extent the genomic modification it brings, but least about the involved molecular mechanisms. Now, it is high time to start focusing on this lagging aspect of hybridization related studies, which certainly would accelerate both the basic and applied research in this field.
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